. Even though the number of causal loci was the same, the number of markers differed: 300,000, corresponding to M = 60,000 independent markers versus M = 5,000 in the causal set. The following equation 1 (where N d is the sample size in the discovery sample) demonstrates that R 2 decreases with higher M (which increases the variance of the estimated genetic relationships).
de los Campos and Sorensen say that R 2 TST is zero if the training and testing data sets are independent. This is a distracting statement because individuals within a species are always related to some degree. They also question our focus on the prediction accuracy that can be obtained in an independent validation sample. We disagree with the opinion of de los Campos and Sorensen that the prediction accuracy that can be obtained in a non-independent validation sample is a quantity of equal interest.
